Campylobacter jejuni is the main cause of bacterial foodborne disease in humans, who are exposed mostly by consumption of contaminated poultry products. C. jejuni strain NADC 20827 was isolated from the feces of turkeys naturally colonized with Campylobacter spp. We present the complete annotated genome and plasmid sequences of strain NADC 20827.
C ampylobacteriosis is the most prevalent bacterial foodborne disease in humans worldwide, with over 90% of cases caused by Campylobacter jejuni subsp. jejuni (C. jejuni). Consumption of contaminated poultry is the main source of human exposure (1) . We recently inoculated turkeys with C. jejuni strain NADC 20827, which was isolated in 2005 from feces at a hybrid breed turkey farm in Iowa, and asymptomatically colonized the ceca (Ͼ10 8 CFU/g of cecal contents) for at least 21 days postinoculation (2) . In order to better understand how C. jejuni colonizes turkeys, the genome of strain NADC 20827 was fully sequenced.
Campylobacter jejuni strain NADC 20827 has been minimally passaged since its isolation in 2005 and was stored at Ϫ80°C in glycerol prior to sequencing. The strain was cultured on Campy-Line agar containing 25 g/ml sulfamethoxazole (3) and grown at 42°C in a microaerophilic environment (5% O 2 , 10% CO 2 , and 85% N 2 ). A single colony was picked and grown statically for 18 h in biphasic Mueller-Hinton broth at 42°C in a microaerophilic environment (2) . Four milliliters of the broth phase was adjusted to an optical density at 600 nm (OD 600 ) of 0.4 and centrifuged at 13,000 ϫ g for 10 min at 4°C. The DNA was extracted using the PureLink genomic DNA minikit (Life Technologies, Carlsbad, CA) for Nanopore and Illumina sequencing. The quality of the extracted DNA was assessed using a 2200 TapeStation apparatus and genomic DNA ScreenTape analysis (Agilent, Santa Clara, CA). Approximately 95% of the DNA was Ͼ100 kb, demonstrating the isolation of high-quality genomic DNA. The DNA yields were quantified using a Qubit fluorimeter and the double-stranded DNA (dsDNA) BR kit (Life Technologies). The genomic library for Nanopore sequencing was prepared with the rapid barcoding kit (SQK-RBK004; Oxford Nanopore, Oxford, UK), following the manufacturer's instructions. The genomic library for MiSeq sequencing was prepared with the Nextera Flex kit (Illumina, San Diego, CA).
Genomic sequencing was performed on a MinION instrument (Oxford Nanopore), using a FLO-MIN106 R9.4.1 flow cell, and a MiSeq (Illumina) instrument. The MinION flow cell was run for 48 h, and the resultant reads with a quality (Q) score greater than 7 were demultiplexed and trimmed with Guppy v. 3.1.5 (4) . After filtering, there were 178,208 MinION reads with a mean length of 11,006 bp and a maximum length of 148,446 bp. The Illumina data were trimmed using Trimmomatic v. 0.36 (5) . Trimmed Illumina and Nanopore reads were assembled with Unicycler v. 0.4.7 (6) . The genome, including tRNA and antibiotic resistance genes, was annotated using Prokka v. 1.13 (7) . Default parameters were used for all software unless otherwise noted.
The genome of C. jejuni strain NADC 20827 consists of a single chromosome and two plasmids with short-read coverage of 570.5, 352.8, and 3,607.6ϫ, respectively. The chromosome consists of 1,806,805 bp and has a 30.3% GC content. It contains 1,853 coding sequences and encodes 44 tRNAs, as well as 1 CRISPR region with four spacers. The larger plasmid, p20827L, has a 28.7% GC content and consists of 47,087 bp with 54 coding sequences, including the tetO antibiotic resistance gene. The smaller plasmid, p20827S, has a 30.8% GC content and consists of 4,366 bp with 5 coding sequences.
Data availability. The plasmids and chromosome have been deposited in GenBank under the accession numbers CP045046, CP045047, and CP045048. The Nanopore and Illumina reads are available in the NCBI Sequence Read Archive (accession numbers SRR10239225 and SRR10239224).
